drugs [3] [ Table 1 ], while one isolate was sensitive to all antibiotics and did not yield any plasmid. Four different plasmid patterns were observed (P1-4) with band pattern in different isolates varying from 1 to 4 and molecular weight ranging from >23 kbp to 564 kbp [ Figure 1 ]. With a panel of 14 antibiotics, 4 different resistance patterns (R1-4) were observed; R2 was most commonly observed pattern [ Table 1 ]. Plasmid typing has 100% typeability and reproducibility and the discriminatory index was calculated as 0.57.
Multidrug resistant strains with different resistant (R) pattern observed in this study suggest that there is common resistance gene pool existing in the population of Enterococcus species with high probability of free mobility of plasmid between the strains coding for resistance to several antibiotics; compatible with each other and are Dear Editor, Multidrug resistant (MDR) enterococci are emerging as a leading nosocomial pathogen. Knowledge of antimicrobial resistance profile is essential to formulate treatment guidelines for infections caused by enterococci resistance (R) and plasmid biology is an important epidemiological tool to study resistance in enterococci. The study was conducted to look for endogenous plasmids in Enterococcal faecalis isolates circulating in a tertiary care hospital and analysed them for any correlation with their antibiogram pattern.
Over a period of 1-year, 40 E. faecalis isolated from clinical samples (blood, urine, wound swabs, urinary catheter tip, intravenous catheter tip, high vaginal swabs, endocervical swabs and peritoneal fluid) obtained from patients admitted to the hospital were tested for antibiotic sensitivity pattern as per Clinical and Laboratory Standards Institute guidelines [1] using Staphylococcus aureus ATCC 25923 and E. faecalis 29212 strains as standards. Plasmid DNA was extracted from all isolates using the mini preparation protocol method [2] and separated using horizontal gel electrophoresis system on 0.7% agarose gel along with Lambda Phage Hind III molecular weight marker -46 kbp and 1 kbp DNA ladder used as the DNA marker. Plasmid DNA bands were visualised using ultraviolet transilluminator after staining with ethidium bromide. Statistical analysis was performed to determine typeability, reproducibility and discriminatory index of plasmid typing.
The plasmid was extracted in 39 isolates which were found to be MDR-resistance to more than three in circulation in the hospital. The plasmid typing can be utilised as a routine laboratory screening procedure for monitoring MDR bacterial strains. The study highlights the necessity of regular surveillance for all microorganisms encountered in hospital settings for monitoring the emerging resistance to antimicrobials.
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pathogenicity of the bacteria. However, more evidences were still needed to support the hypothesis, as the pathogenesis of L. hongkongensis was not clear, and the bacteria as pathogen for gastroenteritis remained to be questioned. [4] Water temperatures (r = 0.659, P = 0.020) and air temperatures (r = 0.715, P = 0.009) were correlated with the positive rate of L. hongkongensis in fish. The pH value of water had no correlation (r = −0.402, P = 0.195). These findings were similar with the investigation of Lau, which was launched at low latitude area where the lowest air temperature was 17.5°C in the survey. [5] Our study firstly proved that findings of Lau were also fit for conditions at middle-high latitude regions where temperature might lower than 0°C in winter. We also found that when water temperature was lower than 10°C, the positive rate of L. hongkongensis in fish would decrease to zero [ Table 1 ].
Our study found that prevalence of L. hongkongensis in patients with diarrhoea was highly correlated with prevalence in fish. Prevalence of L. hongkongensis in fish had obvious seasonal characteristics at middle-high latitude regions and could be affected by air temperature and water temperature. These findings would contribute to pathogenesis study of L. hongkongensis and prevention of related disease.
Dear Editor,
Laribacter hongkongensis was a newly discovered bacterium associated with community-acquired diarrhoea. [1] Carp varieties of fishes and edible frogs of fresh water ecosystem were natural sources of infection to human. [2] As prevalence of bacteria in aquatic environment was always affected by conditions of water, [3] we made an investigation on correlation among ecological parameters of water, prevalence of L. hongkongensis in freshwater fish and in human. L. hongkongensis was isolated monthly from faecal samples of grass carp and outpatients with community-acquired diarrhoea in a hospital in China from November 2011 to October 2012. Water temperature, air temperature and pH value of the ponds were detected when fish were sampled from them. Pearson correlation test was used for correlation analysis.
Total positive rate of isolation of L. hongkongensis was 7.82 (56/716) in fish, and 0.36 (10/2815) in patients [ Table 1 ]. Vibrio cholerae, Shigella, Salmonella, Escherichia O157 and Vibrio parahaemolyticus were not isolated from 10 positive faecal specimens of patients. Prevalence of L. hongkongensis in patients were highly correlated with prevalence in fish (r = 0.763, P = 0.004), but positive rate in patients was much lower than in fish. It might be due to low risk of infection and low
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